The generation of alternative transcripts from a single gene is a well-known biological strategy to increase the functional range of gene products. Alternate transcripts can be produced via tissue-specific mechanisms to provide a form of a protein that is suited to the needs of a particular tissue (Wang and Manley, 1997) , or alternate forms of the coding sequence can occur within the same tissue to provide multiple functions and daunting complexity (Missler and Sudhof, 1998) . Further intricacy results from variation in untranslated regions (UTRs) that do not alter the peptide primary sequence (Ayoubi and Van De Ven, 1996; Edwalds-Gilbert et al., 1997) . Aberrantly processed transcripts have been shown to be associated with mutation and disease states (Hindale et al., 1993; Hutton et al., 1998) . As we progress through the process of whole-genome sequencing to the understanding of gene function as it relates to sequence, a more complete understanding of the signals and mechanisms to produce normal and abnormal alternative transcripts will be necessary.
Approaches to the study of alternative transcripts consist of both traditional 'benchwork' biology and computational predictions based on sequence data (reviewed in Claverie, 1997; Schuler, 1997; Wolfsberg and Landsman, 1997; Burke et al., 1998) . These tactics are complementary, and will continue to provide new insights for each other. Here we describe a resource at the interface of benchwork and computation: a database-derived compilation of mouse genes that have been experimentally determined to generate alternative transcripts. We present here an extensive list of alternatively transcribed genes in the laboratory mouse.
The Mouse Genome Informatics Web site (http://www. informatics.jax.org) provides integrated access to the Mouse Genome Database (MGD; Blake et al., 1998) and the Gene Expression Database (GXD; Ringwald et al., 1998) . Because of the importance of molecular probe data to both database efforts, information about probes generated for mouse genes has been catalogued extensively by these groups. For several years, a standardized way to designate that a probe has been characterized by researchers as 'derived from a gene that produces alternate transcripts' has been employed by database curators. The standard notation is attached to specific probe records, which are in turn attached to a specific gene and the references in which this probe was reported. The probes catalogued in this manner by MGD/GXD have largely come through the 'functional cloning' process (Wheelan and Boguski, 1998) , with well-documented peer-reviewed publications, and often extensive supporting sequence and experimental data.
Users can easily search for probe records and references through the MGI Web site, but searching the probe field which stores the alternative transcript notation is only possible via public SQL query mechanisms. Therefore, using SQL to mine the database, we have generated a list of all the genes in the database for which experimental data describe the occurrence of alternate transcripts (an abbreviated sample is shown in Table 1 ). Approved mouse gene symbol and chromosomal assignment (if known) are included. Further detail about these genes, their probes and the references to the data in which these probes are reported can be obtained using standard forms on the MGI Web site.
The current list contains 729 genes, representing ∼10.8% of the 6737 genes for which molecular probe data have been stored, and 7.8% of the 9315 currently catalogued mouse genes (as of 1 October 1998). As one might predict, none of the genes that produce alternative transcripts have been determined to arise from the mouse mitochondrial chromosome.
It is likely that some genes for which alternative transcripts have been demonstrated are not represented in the database, due to the references appearing prior to standardization of the curation effort or rare oversights in the curation process. We welcome additions or corrections to the list, and will continue to maintain this resource as a report generated nightly from our database, available from http://www.informatics. jax.org/reports.html. Unlike traditional publication, this will ensure the presentation of the current state of our knowledge of genes that generate alternative transcripts. Table 1 . A sample of the data set from the MGD/GXD database (1 October 1998) of mouse genes that have been characterized as producing alternative transcripts. The complete list can be obtained from http://www.informatics.jax.org/reports.html. Approved mouse symbols and chromosomal assignments are provided. Unknown chromosomal locations are designated as UN. MGI J numbers are accession numbers for the papers that contain data using the probes characterized as 'derived from a gene that produces alternate transcripts'. The complete reference can be obtained via standard query forms (http://www.informatics.jax.org/mbib.html). The symbols for the human orthologues have also been provided; however, please note that we do not store or provide information about alternative transcript data for human genes. When a human symbol is unavailable, this is designated as NULL. Pending symbols are designated with the suffix '-pending' (mouse) or '-PEN' (human We anticipate that this compilation will be useful to researchers who seek new targets and candidates for the study of alternative transcript production. It may be useful to algorithm developers as a larger pool of sequences to examine and test, or to validate computational predictions with actual experimental data. In the future, more comprehensive characterizations of genes that produce alternative products will be available from the GXD (http://www.informatics.jax.org/ exptools.html; Ringwald et al., 1999) . GXD will provide access to detailed probe information and primary expression data so that complex questions about the occurrences of alternative transcripts in the mouse can be asked, and the data can be computationally analyzed in the larger biological context. As we wrestle with the intricacy of gene expression in the era of functional genomics, shared resources and multiple investigative strategies will enhance our understanding of the basis and mechanisms to generate alternative products from a single genomic sequence.
